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CAGGTGCAG CTGCAG GAGT CAGGGGGAGGAT TGGT GCAGGCTGGGGGCTCT C TGAGACT C 
QVQLQESGGGLVQAGGSLRL 

TCCTGTGCAGCCTCGGGACGCGCCACCAGTGGTCATGGTCACTATGGTATGGGCTGGTTC 
SCAASGRATSGEGHYGMGWF 

CGCCAGGT TCCAGGGAAGGAGCGT GAGT T TGTCGC AGC TAT T AGGTGGAGT GGTAAAGAG 
RQVPGKEREFVAA I R W S G K E 

ACAT GGTAT AAAGAC T CCGT GAAGGGC CGAT TCAC CAT C T CCAGAGATAACGCCAAGAC T 
TWYKDS VKGRFTISRDNAKT 

ACGGTT TATCTGCAAATGAACAGCCTGAAACCTGAAGATACGGCCGT TTAT TAT TGTGCC 
TVYLQMNSLKP EDTAVYYCA 

GCTCGACCGGTCCGCGTGGATGATATTTCCCTGCCGGTTGGGTTTGACTACTGGGGCCAG 
ARPVRVDDISLPVGFDYWGQ 

GGGACCCAGGTCACCGTCTCCTCAGAACAAAAACTCATCTCAGAAGAGGATCTGAATTAA 
G T Q V T V S S E Q K L I SEE D L N 

TAAGGGCTAAGCTCGAATTC 
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Fig.6. 



CAGGTGCAG CTGCAG CAGTCAGGGGGAGGCTTGGTGCAGGCTGGGGGGTCTCTGAGACTC 
QVQLQ QSGGGL VQAGGSLRL 

TCCTGTGTAGCTTCTGAAAGCAGCTTCAGCAACAATCACATGGGCTGGTACCGCCGGGCT 
SCVASESSFSNNHMGWYRRA 

CCAGGGAACCAGCGCGAGCTGGTCGCAACTATTAGTCCTGGTGGTAGCACACACTATGTA 
PGNQRELVATISPGGSTHYV 

GACTCCGTGAAGGGCCGATTCACCATCTCCCGAGACAACGCCAAGAACACAGTGTATCTA 
DSVKGRF TISRDNAKNTVYL 

CAAATGGACAGCCTGAAACCAGAGGACACGGCCGTCTATTACTGTGCTGCCAAGGGGAGG 
QMDSLKPEDTAVYYCAAKGR 



GGG CTGCAG GCTATGCAGTACTGGGGCCAGGGGACCCTGGTCACCGTCTCCTCAGCGCAC 
GLQAMQYWGQGTLVTVSSAH 

CACAGCGAAGACCCCAGCTCCGCGGCCGCCCATCACCATCACCATCACGGGGCCGCAGAA 
HSEDPSSAAAHHHHHHGAAE 

CAAAAACTCATCTCAGAAGAGGATCTGAATGGGGCCGCATAGTA ACAATTG 
Q K L ISEEDLNGAA Muni 
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Fig. 1 0A. 
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Fig.12. 

PstI 

CAGGTGCAG CTGCAG GAGTCTGGGGGAGGCCTGGTGCAGGCTGGGGGGTCTCTGAGACTC 
QVQLQESGGGLVQAGGSLRL 

TCCTGTGTAGCCTCTGGAAACACCTTCAGTATCATAGCTATGGCCTGGTACCGCCAGGCT 
SCVASGNTFSIIAMAWYRQA 

CCAGGGAAGCAGCGCGAGGTGGTCGCAAGTATTAATAGTATTGGCAGCACAAATTATGCA 
PGKQREVVASINSIGS T N Y A 

GACTCCGTGAAGGGGCGATTCACCATCTCCAGAGACAACGCCAAGAACACAGTGTATCTG 
DSVKGRFTISRDNAKNTVYL 

CAAATGAGCAGCCTGAAACCTGAGGACACGGCCGTCTATTACTGTGCTGCCGGTAATTTG 
QMSSLKPEDTAVYYCAAGNL 

CTGGTTAAGAGGCCTTACTGGGGCCAGGGGACCCTGGTCACCGTCTCCTCAGAACCCAAG 
LVKRPYWGQGTLVTVSSEPK 

ACACCAAAACCACAACCAGCGGCCGCCCATCACCATCACCATCACGGGGCCGCAGAACAA 
TPKPQPAAAHHHHHHGAAEQ 

AAACTCATCTCAGAAGAGGATCTGAATGGGGCCGCATAGTAACAATTG 
K L ISEEDLNGAA Muni 
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Fig. 14. 



Ncol PstI 
ACCATGG CCCAGGTGAA ACTGCAG CAGTCTGGGGGAGGATTGGTGCAGGCTGGGGGCCCT 
TMAQVKLQQSGGGLVQAGGP 

CTGAGGCTCTCCTGTGCAGCCTCTGGACGCACCTTCAGTAACTATGCCGTGGGCTGGTTC 
LRLSCAASGRTFSNYAVGWF 

CGCCAGGCTCCAGGGAAGGAGCGTGAGTTTGTCGCTGCTATTAGCCGTGATGGTGGGCGC 
RQAPGKEREFVAAISRDGGR 

ACATACTATGCGGACTCCGTGAAGGGCCGATTCGCCGTCTCCAGAGACTACGCCGAGAAC 
TYYADSVKGRFAVSRD Y A E N 

ACGGTGTATCTGCAAATGAACAGCCTGAAACCTGAGGACACGGCCGTTTATTACTGTAAC 
TVYLQMNSLKPEDTAVYYCN 

ACAAGGGCCTACTGGGGCCAGGGGACCCAGGTCACCGTCTCCTCAGCGCACCACAGCGAA 
T R A YWGQGTQVTVSSAHHSE 

GACCCCAGCTCCGCGGCCGCCCATCACCATCACCATCACGGGGCCGCAGAACAAAAACTC 
DPSSAAAHHHHHHGAAEQKL 

ATCTCAGAAGAGGATCTGAATGGGGCCGCATAGTA ACAATTG 
ISEEDLNGAA Muni 



Fig. 15. 



Ncol PstI 
ACCATGG CCCAGGTGAA ACTGCAG CAGTCTGGGGGAGGATTGGTGCAGGCTGGGGGCCCT 
TMAQVKLQQSGGGLVQAGGP 

CTGAGGCTCTCCTGTGCAGCCTCTGGACGCACCTTCAGTAACTATGCCGTGGGCTGGTTC 
LRLSCAASGR TFSNYAVGWF 

CGCCAGGCTCCAGGGAAGGAGCGTGAGTTTGTCGCTGCTATTAGCCGTGATGGTGGGCGC 
RQAPGKEREFVAAISRDGGR 

ACATACTATGCGGACTCCGTGAAGGGCCGATTCGCCGTCTCCAGAGACTACGCCGAGAAC 
TYYADSVKGRFAVSRDYAEN 

ACGGTGTATCTGCAAATGAACAGCCTGAAACCTGAGGACACGGCCGTTTATTACTGTAAC 
TVYLQMNSLKPEDTAVYYC N 

ACAAGGGCCTACTGGGGCCAGGGGACCCAGGTCACCGTCTCCTCAGCGCACCACAGCGAA 
T R A YWGQGTQVTVSSAHHSE 

GACCCCAGCTCCGCGGCCGCCCATCACCATCACCATCACGGGGCCGCAGAACAAAAACTC 
DPSSAAAHHHHHHGAAEQKL 



ATCTCAGAAGAGGATCTGAATTCTGAGAAAGATGAGCTATGACAATTG 
ISEEDLNSEKDEL Muni 
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Fig. 16. 
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Fig.18 (Cont). 
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Fig. 19. 
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Fig. 19 (Cont). 
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Fig.28. 

Ncol PstI 



1 ccatggccca ggtgcagctg caggagtctg ggggaggctt ggtgcaggct 
MA QVQL QES GGG LVQA 

51 ggggggtctc tgaggctctc ctgtgcagcc tctggaagca ttttcagacg 
GGS LRL SCAA SGS IFR 

101 tccgcatatg ggttggttcc gccaggctcc agggcaggag cgcgagttgg 
RPHM GWF RQA PGQE REL 

151 tcgcactgat ttctgcgggt ggtcgtacat ggtatgcaga ctccgtgaag 
V A L ISAG GRT WYA DSVK 

201 ggccgattca ccatctccag agacaacgcc aagaacacgc tgtatctgca 
GRF TIS RDNA KNT LYL 

251 aatgaacagc ctgaaacctg aggacacggc cgtttattac tgtactgccg 
QMNS LKP EDT AVYY CTA 

BstEII 



301 ggggttcgta ctggggccag gggacccagg tcaccgtcgc ctcagaaccc 

GGS YWGQ GTQ V T V ASEP 

351 aagacaccaa aaccacaacc agcggccgcc catcaccatc accatcacgg 

KTP KPQ P A A A HHH HHH 

401 ggccgcagaa caaaaactca tctcagaaga ggatctgaat ggggccgcat 

GAAE QKL ISE EDLN G A A 

Muni 



451 agtaacaatt g 
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